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Sheep scab spatial distribution: the roles 
of transmission pathways
Emily Joanne Nixon1* , Ellen Brooks‑Pollock2,3 and Richard Wall1 
Abstract 
Background: Ovine psoroptic mange (sheep scab) is a highly pathogenic contagious infection caused by the mite 
Psoroptes ovis. Following 21 years in which scab was eradicated in the UK, it was inadvertently reintroduced in 1972 
and, despite the implementation of a range of control methods, its prevalence increased steadily thereafter. Recent 
reports of resistance to macrocyclic lactone treatments may further exacerbate control problems. A better under‑
standing of the factors that facilitate its transmission are required to allow improved management of this disease. 
Transmission of infection occurs within and between contiguous sheep farms via infected sheep‑to‑sheep or sheep–
environment contact and through long‑distance movements of infected sheep, such as through markets.
Methods: A stochastic metapopulation model was used to investigate the impact of different transmission routes on 
the spatial pattern of outbreaks. A range of model scenarios were considered following the initial infection of a cluster 
of highly connected contiguous farms.
Results: Scab spreads between clusters of neighbouring contiguous farms after introduction but when long‑
distance movements are excluded, infection then self‑limits spatially at boundaries where farm connectivity is low. 
Inclusion of long‑distance movements is required to generate the national patterns of disease spread observed.
Conclusions: Preventing the movement of scab infested sheep through sales and markets is essential for any 
national management programme. If effective movement control can be implemented, regional control in geo‑
graphic areas where farm densities are high would allow more focussed cost‑effective scab management.
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Background
Ovine psoroptic mange (sheep scab) is the result of a 
hypersensitivity response to the faecal material of the 
parasitic mite, Psoroptes ovis [1]. This highly pathogenic 
and infectious ectoparasitic condition impacts sheep 
husbandry systems in many parts of the world [2]. In the 
UK, sheep scab was eradicated in 1952 [3]; however, it 
was inadvertently reintroduced in 1972 on imported ani-
mals [4]. Although movement restrictions and a series 
of compulsory regional and national acaricide treatment 
programmes were imposed from 1973 to 1992, sheep 
scab persisted throughout  the UK during this period 
[5]. Deregulation and the loss of statutory control in 
1992 resulted in a rapid increase in incidence; today, scab 
affects about 9% of flocks annually in the UK [6, 7], with a 
particularly high incidence in Wales (15.8%) [8], Scotland 
(14%) and northern England (11%) [6].
Economic losses resulting from scab are due to pruritus 
and excoriation, leading to wool loss [9], weight loss [10], 
reproductive losses [11] and, ultimately, the mortality of 
infested hosts [12]. These losses, along with the associ-
ated costs of treatment, food and labour, are estimated 
to cost the sheep industry in the UK approximately GBP 
78–202 million per year [13]. Hence, sheep scab repre-
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Organophosphate plunge dips and injectable macrocy-
clic lactones are the only licensed products for scab cur-
rently available, and these are used as both prophylaxis 
and therapeutic treatment. Farmers have flexibility in 
the choice of these treatments, although prophylaxis is 
optional while the treatment of confirmed outbreaks is 
compulsory [14] and cases in Scotland must be reported 
[15]. However, in light of recently reported resistance in 
P. ovis to moxidectin [16], ivermectin and doramectin 
[17], it has been suggested that more coordinated treat-
ment programmes between farms and regions are needed 
to prevent the spread of resistance and to reduce the inci-
dence of scab before it becomes still more extensive [18]. 
In addition, routine use of diagnostic tests would reduce 
unnecessary treatment use and help to prevent unde-
tected transmission. Although scab has been traditionally 
diagnosed via wool and skin scrapings, the success rate of 
this diagnostic method has been reported to be as low as 
18% [19]; consequently, the enzyme-linked-immunosorb-
ent assay (ELISA), a diagnostic tool for sheep scab [20] 
with sensitivity of 98.2% and specificity 96.5% [21], is cur-
rently the most effective method for diagnosis.
Scab is transmitted between neighbouring farms 
through physical contact between sheep at farm bounda-
ries, in areas of common grazing where sheep from dif-
ferent farms share pasture, or through environmental 
contamination [22]. Off-host mites can persist in a con-
taminated environment for up to 20  days [23]. Having 
neighbours with scab and the use of common grazing 
have been shown to increase the risk of scab infection 
by tenfold [24]. Hence, coordinated treatment between 
contiguous farms within regions is likely to result in more 
effective control. Sheep scab can also be introduced into 
a naïve flock through animals bought from markets [22], 
although the relative risk from this transmission route 
remains unquantified.
One approach to assessing the role of various trans-
mission pathways and their contribution to the observed 
national pattern of scab incidence is through the use of 
networked metapopulation models. Metapopulation 
models, first used in ecology for the investigation of pop-
ulation dynamics [25], have been applied for modelling 
disease transmission, including veterinary diseases such 
as equine influenza [26]. They have also been used along 
with network theory and dynamic epidemic transmission 
models to explore local and global disease dynamics [27].
A spatially explicit model for sheep scab has been 
developed [28, 29]. The model uses the physical coordi-
nates of all sheep holdings in the UK and the number of 
ewes at each holding, as well as official sheep movement 
data, to produce spatially explicit stochastic simulations 
of sheep scab incidence and distribution. In the model, 
transmission occurs directly between sheep within sheep 
holdings and between contiguous sheep holdings, via 
the contaminated environment (fencing and handling 
equipment) and through the long-distance movements 
of sheep to markets. However, the relative importance 
of these two transmission routes in explaining the spatial 
patterns of sheep scab has not yet been investigated. The 
aim of the study reported here, therefore, was to examine 
the relative importance of transmission between contigu-
ous sheep holdings or long-distance sheep movement on 
the spatial dynamics of sheep scab, given the underlying 
distribution of sheep holdings in the UK.
Methods
Model description
A stochastic networked metapopulation model for sheep 
scab [29] was used for the simulations described herein. 
The model is written in the programming language R 
v.3.6.3 [30] and is freely available [28]. Within the model, 
georeferenced sheep holdings are subpopulations, within 
which the dynamics of scab are modelled using an epi-
demic compartmental model first developed by Ronald 
Ross [31] and now used extensively for a variety of infec-
tious diseases [32]. Sheep within a holding are classified 
as susceptible (S), infected (I) and carrier (C) and move 
between these three disease states at specified rates. 
Infected and carrier sheep are both infectious, but the 
rate is lower for carriers. An additional compartment 
representing the environment, e, exerts an infectious 
pressure on susceptible sheep, determining the number 
that become infected. The infectious pressure in e is con-
tingent on the shedding of P. ovis mites from infectious (I 
and C) sheep within a sheep holding.
Transmission of scab between sheep holdings can 
occur through increased infectious pressure risk in the 
environment (e) of contiguous sheep holdings, which 
are assumed to be holdings that are ≤ 2 km apart. This 
assumption is based on the sum of the radius of an aver-
age farm [33] (assuming it is circular) and the radius of an 
adjacent holding, as described in [29]. The impact of the 
environmental pressure from contiguous sheep holdings 
is applied when the rate of change of the environmental 
infectious pressure over time is calculated. The impact 
a contiguous sheep holding has on the environmental 
infectious pressure of a particular holding is scaled by the 
distance between the two holdings and cannot be greater 
than the impact attributed to sheep within the particular 
holding.
Transmission of scab between sheep holdings can 
also occur via the long-distance movements of infec-
tious sheep, which can be specified in the model as 
“events” that are executed when the simulation (in con-
tinuous time) reaches an event’s associated timestep. 
At each timestep of the model, the specified number 
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of individuals that are to be moved are sampled at ran-
dom from across all disease compartments in the source 
node and then transferred to their corresponding disease 
compartment in the destination node. All transitions are 
modelled as continuous-time discrete Markov chains 
using the direct method [34] as fully described in [35, 36].
Most model parameters were derived from published 
data [29]. However, the daily contribution to environ-
mental pressure per infected individual (α), the decay 
rate of the environmental infectious pressure (β) and the 
indirect transmission rate from the environmental com-
partment j to susceptible sheep in farm i (υj) were derived 
by fitting the model to weekly and yearly scab inci-
dence cases from 1973 to 1992 using sequential Monte 
Carlo approximate Bayesian Computation methods as 
described in [29]. The values for these estimated param-
eters were selected at the upper ranges of the posterior 
distribution for the two transmission rates (υj  = 6 ×  104, 
α  = 1 ×  102) and the lower range of the distribution for 
the disease decay rate (β = 4 ×  102), in order to allow for 
transmission patterns across the network to be observed.
Sheep holding and movement data
Agricultural survey data and sheep movement data for 
2010 for the UK were provided by the Animal and Plant 
Health Agency (APHA). These data were used to estimate 
the number of sheep at each sheep holding at the start of 
the model simulations [29] and to create the movement 
events for the model simulations. The number of sheep at 
permanent animal residences (farms) were estimated by 
reconciling the survey and movement data as described 
in [29]. The Euclidean distances between the centres of 
all farms were calculated in the R statistical software 
v.3.6.3 [30] using the easting and northing for each farm. 
For each farm, the distance to the nearest farm was iden-
tified, as were all distances to other farms of ≤ 2 km.
Spatial heatmaps were produced in QGIS version 
3.4.15 [37]. First, the density of sheep farms was weighted 
by the number of contiguous farms (Kernel density esti-
mate with 1-km2 grids, quartic kernel shape, a search 
radius of 10 km and colour shades determined by quan-
tile). In order to identify which farms were in the areas 
of highest density and connectivity, a shapefile was drawn 
over the darkest red regions from Fig.  2 and the “Clip” 
tool in QGIS was used to select farms which fall within 
these areas. A further heatmap was made showing the 
density of sheep farms weighted by the number of move-
ments per year associated with each farm using the heat-
map style in the layer properties.
Scenario analysis
The transmission and spatial distribution of scab was 
investigated under different scenarios. Assuming at 
the start that no scab was present, sheep scab was then 
introduced to 50 randomly selected farms in areas of 
high farm density and connectivity, first into a cluster in 
the North West of England (Lancashire) or into a simi-
lar cluster in the South West of England (Devon). The 
farms were selected at random. It was assumed that all 
sheep in each infected farm were infected. The model 
was then used to examine the expected spread of scab 
in the 12  months following introduction, in the pres-
ence or absence of long-distance movements. Since the 
model is stochastic, each scenario was repeated 60 times. 
The results for each scenario were displayed using the 
heatmap style in the layer properties using QGIS version 
3.4.15 [37].
In order to test any uncertainty around the assumption 
that transmission can occur between contiguous sheep 
holdings located ≤ 2  km apart, further simulations of 
the model were run using a 4-km cut-off with the same 
Lancashire farms that were initially infected in the 2-km 
scenarios. This test included four simulations where long-
distance movements were included and four in which 
they were not. The difference in the number of farms 
infected throughout the year between the 2-km and 4-km 
scenarios was calculated and, as with the 2-km scenarios, 
the results from the 4-km scenarios were displayed spa-
tially using the heatmap style in the layer properties using 
QGIS version 3.4.15 [37].
Results
There were 111,177 spatial coordinates of sheep hold-
ings in the model, of which 68,620 were farms (perma-
nent sheep residences) where all 37,191,725 sheep in the 
model were located at the start of the simulations. The 
remaining sheep holdings were locations where sheep are 
temporarily held, such as markets and other animal gath-
erings. The majority of farms were contiguous with < 20 
other farms, 96% of farms were within 2 km of their near-
est neighbour (Fig. 1), with four contiguous farms being 
the mode, and 2395 farms were not contiguous with any 
other farms. The modal number of contiguous farms 
in Scotland (3) was lower than that for England (4) and 
Wales (9), and the majority of farms in Scotland have < 
13 contiguous neighbours. However, unlike England and 
Wales there are some farms in Scotland that have > 40 
contiguous neighbours.
Areas where a relatively high density of farms had a 
relatively high number of contiguous neighbours are 
referred to here as ‘contiguous clusters’ (indicated by the 
darkest red regions in Fig.  2). Regions in the UK which 
had a large number of contiguous clusters are Wales, 
South West England, some areas of northern England 
and some Scottish islands (Fig.  2). Farms in the con-
tiguous clusters consistently had higher numbers of 
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contiguous farms (mean = 23, median = 18, mode = 
17, interquartile range [QR] = 13–23) than those out-
side of the contiguous clusters (mean = 10, median = 9, 
mode = 5, IQR = 5–13).
Farms most commonly had one recorded sheep flock 
movement in a 1-year period, but on average they had 
ten associated movements (median = 3, IQR = 1–12). 
Most contiguous clusters correspond with areas associ-
ated with relatively high numbers of sheep movements 
(Fig. 3). The exception to this was the contiguous clusters 
in the Scottish islands which do not have a relatively high 
number of movements associated with them. Conversely, 
in southern Scotland, there is an area associated with rel-
atively large numbers of animal movements (Fig. 3) that 
does not have a relatively high density of contiguous clus-
ters (Fig. 2).
Upon the introduction of infection into the two clus-
ters (North West England or South West England) that 
contain a high density of contiguous farms and have a 
large number of movements, similar spatial patterns of 
transmission were observed (Figs. 4a, b, 5). When sheep 
movements were included in the model, scab spread 
from the clusters where they had been introduced 
across the whole of the UK, with a particular focus on 
other clusters of highly contiguous farms. However, 
when long-distance movements were not included 
there was some spread within the cluster where disease 
had been introduced but no further spread of scab out-
side of those areas.
Doubling the distance at which it was assumed 
transmission could occur between contiguous sheep 
holdings, from 2 to 4  km, led to more infected hold-
ings (fivefold more when there were no long-distance 
movements and fourfold more when long-distance 
movements were included). However, the same spatial 
patterns were seen, with the disease not spreading fur-
ther than the contiguous cluster in which it was intro-
duced (Fig. 4c, d).
Fig. 1 The distribution of distances to nearest permanent animal residence for each permanent animal residence. One distance was not included 
in the histogram (24 km) because it was considered to be an outlier
Page 5 of 9Nixon et al. Parasites Vectors          (2021) 14:344  
Discussion
This analysis of the spatial distribution of farms identi-
fied geographical areas of the UK where there are a rel-
atively high density of farms, each with a relatively high 
number of contiguous farms (described here as contigu-
ous clusters). These generally are also geographical areas 
associated with relatively high numbers of sheep move-
ments. Previous work used sheep scab outbreak data 
from January 1998 to December 2007 in a simple risk 
model, along with elevation, precipitation, temperature 
and sheep density, to identify specific regions as high-risk 
areas for sheep scab [35]. The analysis by Rose et al. [7] 
found that sheep density was the most important factor 
in explaining the spatial patterns of scab outbreaks, and 
the outbreak data presented in their study match closely 
the spatial distribution of contiguous clusters presented 
here, particularly for England and Wales, thereby provid-
ing good validation for the approach. However, the data 
presented by Rose et  al. [7] indicated a slightly higher 
distribution of scab in Scotland than predicted in our 
simulations, and these authors also suggested that the 
importance of sheep density in explaining sheep scab 
risk might be lower in upland areas, where common 
grazing and climatic data may be more influential in 
explaining scab risk. Hence, the drivers of risk of sheep 
scab in upland areas of Scotland may differ from those in 
the rest of the UK, an unknown which requires further 
investigation.
This study highlights the importance of sheep move-
ments in explaining the spatial epidemiology of sheep 
scab. The key finding is that where no long-distance 
movements of infected animals is permitted, scab inci-
dence becomes restricted and localised in geographically 
distinct areas. This finding allows new approaches to 
national scab management to be considered. Preventing 
the long-distance movement of infected animals could 
be achieved by either restricting movement altogether or, 
more plausibly, by ensuring that any animals moved are 
free of scab. This could be achieved either by prophylac-
tic use of licensed scab treatment products, or, to prevent 
unnecessary treatment use, via reactive treatment for 
flocks following use of a diagnostic tool, with the sheep 
scab ELISA being the most effective choice [20].
Future control attempts should prioritise restrict-
ing the movement of potentially infested sheep through 
sales and markets. If this could be achieved, targeted 
scab management in localised cluster areas (high farm 
density and with high connectedness) could be the 
Fig. 2 The density of sheep farms in the UK weighted by the number 
of contiguous farms. The darker the shading, the higher the density 
of farms and the  higher the number of connections. Data on the 
locations of farms and number of sheep per farm were provided by 
the Animal and Plant Health Agency, and kernel density methods 
were used with search radius of 10 km, a quartic kernel shape with 
1‑km2 pixel grids and colour shades determined by quantile. Only 
sheep holdings considered to be permanent animal residences were 
included
Fig. 3 The density of sheep farms in the UK weighted by frequency 
of associated sheep movements. The darker the shading, the higher 
the density of sheep farms and the higher the number of associated 
movements. Data on the locations of farms, the number of sheep per 
farm and sheep movements were provided by the Animal and Plant 
Health Agency. Only sheep holdings considered to be permanent 
animal residences were included
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Fig. 4 The density of infected sheep holdings following the simulated introduction of sheep scab into Lancashire. The darker the shading, the 
higher the density of sheep holdings which were infected in a 1‑year period across 60 model simulations (a, b) and across 4 model simulations (c, 
d). Sheep holdings were considered to be contiguous when located ≤ 2 km apart (a, b) or ≤ 4 km  apart (c, d). Sheep movements were included in 
the model simulations in b and d but not in the simulations for a and c 
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most cost-effective approach, allowing resources to be 
focussed on specific regions. Previously, regional control 
programmes have generally been focussed within state or 
geopolitical (county or country) borders; an example of 
this approach is the sheep scab eradication programme 
in Dartmoor [38], Scotland or Wales [39]. However, our 
simulations suggest that such approaches are not likely to 
be effective. A more effective approach will be to iden-
tify areas of high inter-farm connectivity, and these may 
well cross county and country borders. Not all areas of 
high inter-farm connectivity may have a high prevalence 
of scab; however regular monitoring of scab status within 
these areas could be important since if scab is introduced 
into one farm, then it is likely to spread rapidly to the 
other farms. Successful implementation of these recom-
mendations would require the cooperation of local gov-
ernment, farmers and veterinarians across regions. The 
recommendations should be implemented alongside 
research into the economics of sheep scab and farmer 
behaviour [40] to ensure that all stakeholders are moti-
vated to participate.
It is possible that the importance of movements 
could be overestimated here since the model assumes 
that farms that do not use common grazing and that 
they need to be within a 2  km radius of each other to 
allow neighbour-to-neighbour transmission via the 
environment. These assumptions were based on the 
known average farm size. However, sheep farms do vary 
greatly in size and so there are likely to be farms in the 
model that should be connected but are not, and vice 
versa. Given the number of farms included, it was antici-
pated that such variation in farm size would be subsumed 
within the model, but clearly the greater the distance 
over which transmission by contact is possible, the more 
quickly scab will spread, as seen in our study when the 
radius was increased to 4 km. However, even in the sce-
narios where farms within 4 km of each other were able 
to transmit disease, although there were a higher num-
ber of cases, the same spatial patterns were seen, with 
these cases occurring in the areas of high farm density in 
which they were introduced when long-distance move-
ments were not included. Therefore, this finding rein-
forces the conclusion about the effectiveness of focussing 
scab management on areas of high farm density and 
connectedness.
The unit of study here is the farm, and once scab is 
introduced onto a farm all animals were presumed to be 
infected; a comparative study of networked metapopu-
lation modelling approaches for diseases has found that 
not including individual hosts may overestimate the spa-
tial spread and aggregate growth of the epidemic in the 
model, as well as the degree of spatial synchrony and the 
Fig. 5 The density of infected sheep holdings following the simulated introduction of sheep scab into Devon. The darker the shading, the higher 
the density of sheep farms which were infected in a 1‑year period across 60 simulations. a Sheep movements were not included in the model, b 
sheep movements were included in the model
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peak number of cases [41]. However, including sheep as 
individuals in the model used here would increase the 
computational load unsustainably.
Where suitable data on  sheep holding location and 
sheep movement are available, the model used here can 
be used to investigate control methods for sheep scab in 
areas outside of the UK. In addition, the model could be 
adapted and used to investigate other ectoparasite infec-
tions, such as sarcoptic mange, although this again would 
be contingent on suitable epidemiological data. Depend-
ing on the ectoparasite, the model may also need to be 
expanded to include transmission routes between hosts, 
or from wildlife reservoirs. These transmission routes 
were not explored here since they are not considered 
to be epidemiologically significant for Psoroptic mange 
[42], even though P. ovis is not considered to be host spe-
cific [43]. Transmission of P. ovis between host species is 
thought to be a rare occurrence in the field and requires 
enforced close contact, as seen in a potential P. ovis trans-
mission event between rabbits and bighorn sheep in 
North America held in captivity together at a game farm 
[44].
Conclusions
Neighbour-to-neighbour contact allows transmission 
in areas of high farm density, but long-distance animal 
movements probably drive the national transmission pat-
tern observed. There are two implications: future control 
attempts should focus on the movement of potentially 
infested sheep through sales and markets and, if effective 
movement control can be implemented, regional con-
trol in isolated geographic areas where farm densities are 
high should be an achievable approach to effective local 
scab management.
Acknowledgements
We are grateful to the Animal and Plant Health Agency (APHA) for providing 
sheep movement and holding data from the Animal Movement and Livestock 
System (AMLS) via the RADAR data warehouse.
Authors’ contributions
EN ran the simulations, analysed the results and wrote the first draft of the 
manuscript. RW co‑supervised the project and co‑wrote the manuscript. EBP 
co‑supervised the project and co‑wrote the manuscript. All authors have read 
and approved the final manuscript.
Funding
This work was supported financially by the Biotechnology and Biological 
Sciences Research Council‑funded South West Biosciences Doctoral Training 
Partnership (training grant reference BB/M009122/1). The funding body had 
no role in the design of the study, or of the collection, analysis and interpreta‑
tion of the data, nor in the writing of the manuscript. EBP is supported by the 
National Institute for Health Research Health Protection Research Unit (NIHR 
HPRU) in Evaluation of Interventions at the University of Bristol and Medical 
Research Council grants MC/PC/19067 and MR/V038613/1.
Availability of data and materials
The individual farm and animal movement data that support the findings of 
this study were provided by the Animal and Plant Health Agency of the UK 
Government, but restrictions apply to the availability of these data, which 
were used under license for the current study, and so are not publicly available 
from the authors.
Declarations





The authors declare that they have no competing interests.
Author details
1 School of Biological Sciences, University of Bristol, Bristol BS8 1TQ, UK. 2 Veteri‑
nary Public Health, Bristol Veterinary School, University of Bristol, Bristol BS40 
5EZ, UK. 3 NIHR Health Protection Research Unit in Behavioural Science 
and Evaluation, University of Bristol, Bristol, UK. 
Received: 9 April 2021   Accepted: 12 June 2021
References
 1. Burgess STG, Downing A, Watkins CA, Marr EJ, Nisbet AJ, Kenyon F, 
et al. Development of a DNA microarray for the measurement of gene 
expression in the sheep scab mite Psoroptes ovis. Parasites Vectors. 
2012;5:30.
 2. Agricultural Development Advisory Service. Sheep scab controls in 
Scotland—a review of the evidence base. The Scottish Government. 
2008. https:// www. webar chive. org. uk/ wayba ck/ archi ve/ 20170 70107 
4158/ www. gov. scot/ Publi catio ns/ 2008/ 07/ 17113 358. Accessed 29 Aug 
2019.
 3. Kirkwood AC. Some observations on the biology and control of 
the sheep scab mite Psoroptes ovis (Hering) in Britain. Vet Parasitol. 
1985;18:269–79.
 4. Loxam JG. Sheep scab epidemic January 1973. State Vet J. 
1974;29(85):1–10.
 5. French NP, Berriatua E, Wall R, Smith K, Morgan KL. Sheep scab outbreaks 
in Great Britain between 1973 and 1992: spatial and temporal patterns. 
Vet Parasitol. 1999;83:187–200.
 6. Bisdorff B, Milnes A, Wall R. Prevalence and regional distribution of scab, 
lice and blowfly strike in Great Britain. Vet Rec. 2006;158:749–52.
 7. Rose H, Learmount J, Taylor M, Wall R. Mapping risk foci for endemic 
sheep scab. Vet Parasitol. 2009;165:112–8.
 8. Chivers CA, Rose Vineer H, Wall R. The prevalence and distribution of 
sheep scab in Wales: a farmer questionnaire survey. Med Vet Entomol. 
2018;32:244–50.
 9. Bates PG. The pathogenesis and ageing of sheep scab lesions—part 1. 
State Vet J. 1997;7:11–5.
 10. Kirkwood AC. Effect of Psoroptes ovis on the weight of sheep. Vet Rec. 
1980;107:469–70.
 11. Sargison ND, Scott PR, Penny CD, Pirie RS. Effect of an outbreak of sheep 
scab (Psoroptes ovis infestation) during mid‑pregnancy on ewe body 
condition and lamb birth weight. Vet Rec. 1995;136:287–9.
 12. Bates P. Sheep scab (Psoroptes ovis). In: Aitken ID, editor. Diseases of sheep. 
Oxford: Blackwell; 2007. p. 321–5.
 13. Nixon EJ, Wall R, Rose Vineer H, Stubbings L. The high cost of sheep scab. 
Vet Rec. 2020;187:325.
 14. Ministry of Agriculture, Fisheries and Food. The Sheep Scab Order 1997. 
1997. https:// www. legis lation. gov. uk/ uksi/ 1997/ 968/ conte nts/ made. 
Accessed 29 Aug 2019.
 15. Scottish Government. The sheep scab (Scotland) Order 2010. https:// 
www. legis lation. gov. uk/ ssi/ 2010/ 419/ conte nts/ made Accessed 9 Apr 
2021.
Page 9 of 9Nixon et al. Parasites Vectors          (2021) 14:344  
•
 
fast, convenient online submission
 •
  
thorough peer review by experienced researchers in your field
• 
 
rapid publication on acceptance
• 
 
support for research data, including large and complex data types
•
  
gold Open Access which fosters wider collaboration and increased citations 
 
maximum visibility for your research: over 100M website views per year •
  At BMC, research is always in progress.
Learn more biomedcentral.com/submissions
Ready to submit your research ?  Choose BMC and benefit from: 
 16. Doherty E, Burgess S, Mitchell S, Wall R. First evidence of resistance to 
macrocyclic lactones in Psoroptes ovis sheep scab mites in the UK. Vet 
Rec. 2018;182:106.
 17. Sturgess‑Osborne C, Burgess S, Mitchell S, Wall R. Multiple resistance to 
macrocyclic lactones in the sheep scab mite Psoroptes ovis. Vet Parasitol. 
2019;272:79–82.
 18. Busin V. What’s new (and not so new) about sheep scab. Livestock. 
2018;23:195–8.
 19. Bates P. The effective diagnosis of sheep scab: differential diagnosis, sero‑
diagnosis and pen‑side tests. Gov Vet J. 2009;20:32–7.
 20. Nunn FG, Burgess STG, Innocent G, Nisbet AJ, Bates P, Huntley JF. 
Development of a serodiagnostic test for sheep scab using recombinant 
protein Pso o 2. Mol Cell Probes. 2011;25:212–8.
 21. Busin V. The development of microfluidic paper‑based analytical devices 
for point‑of‑care diagnosis of sheep scab. Edinburgh: Heriot‑Watt Univer‑
sity; 2017.
 22. Sargison N, Taylor D, Dun K. Regional control of sheep scab in UK flocks. 
Practice. 2006;28:62–9.
 23. Kirkwood AC. History, biology and control of sheep scab. Parasitol Today. 
1986;2:302–7.
 24. Rose H, Wall R. Endemic sheep scab: risk factors and the behaviour of 
upland sheep flocks. Prev Vet Med. 2012;104(1–2):101–6.
 25. Levins R. Some demographic and genetic consequences of environ‑
mental heterogeneity for biological control. Bull Entomol Soc Am. 
1969;15:237–40.
 26. Baguelin M, Newton JR, Demiris N, Daly J, Mumford JA, Wood JLN. Control 
of equine influenza: scenario testing using a realistic metapopulation 
model of spread. J R Soc Interface. 2010;7:67–79.
 27. Cooper BS, Pitman RJ, Edmunds J, Gay NJ. Delaying the international 
spread of pandemic influenza. PLoS Med. 2006. https:// doi. org/ 10. 1371/ 
journ al. pmed. 00302 12.
 28. Nixon EJ. ScabModel. Research software available from Github. 2021. 
https:// github. com/ emjni xon15/ ScabM odel. Accessed 9 April 2021.
 29. Nixon EJ, Brooks Pollock E, Wall R. Sheep scab transmission: a spatially 
explicit dynamic metapopulation model. Vet Res. 2021;52:54. https:// doi. 
org/ 10. 1186/ s13567‑ 021‑ 00924‑y.
 30. R Core Team. R: A language and environment for statistical computing. 
R foundation for statistical computing, Vienna, Austria. 2020. https:// 
www.R‑ proje ct. org/ Accessed 9 April 2021.
 31. Ross R. Some a priori pathometric equations. Brit Med J. 
1915;1(2830):546–7.
 32. Keeling MJ, Rohani P. Modelling infectious diseases in humans and 
animals. 1st ed. Woodstock: Princeton University Press; 2008.
 33. Eurostat statistics explained. Agricultural census in the United Kingdom. 
2013. http:// ec. europa. eu/ euros tat/ stati stics‑ expla ined/ index. php/ File: 
Table_ Farm_ Struc ture_ key_ indic ators_ UK_ 2000_ 2010. PNG Accessed 18 
Dec 2020.
 34. Gillespie DT. Exact stochastic simulation of coupled chemical reactions. J 
Phys Chem A. 1977;81:2340.
 35. Bauer P, Engblom S, Widgren S. Fast event‑based epidemiologi‑
cal simulations on national scales. Int J High Perform Comput Appl. 
2016;30:438–53.
 36. Widgren S, Bauer P, Eriksson R, Engblom S. SimInf: An R package for data‑
driven stochastic disease spread simulations. J Stat Softw. 2019;91:1–42.
 37. QGIS.org. QGIS Geographic information system. QGIS Association. 2021. 
http:// www. qgis. org. Accessed 24 Jan 2021.
 38. Lewis A, Newton P. The control of sheep scab and bovine tuberculosis in 
the Dartmoor National Park. Gov Vet J. 2005;15:18–23.
 39. Mitchell S, Carson A. Sheep scab—the importance of accurate diagnosis. 
Vet Rec. 2019;185:105–6.
 40. Nixon E, Rose Vineer H, Wall R. Treatment strategies for sheep scab: 
an economic model of farmer behaviour. Prev Vet Med. 2017;137(Pt 
A):43–51.
 41. Keeling MJ, Danon L, Vernon MC, House TA. Individual identity and 
movement networks for disease metapopulation. Proc Natl Acad Sci USA. 
2010;107:8866–70.
 42. Losson BJ. Sheep psoroptic mange: an update. Vet Parasitol. 
2012;189(1):39–43.
 43. Wall R, Kolbe K. Taxonomic priority in Psoroptes mange mites: P.ovis or P. 
equi? Exp Appl Acarol. 2006;39:159–62.
 44. Hering AM, Chilton NB, Epp T, Schwantje HM, Cassirer F, Walker A, et al. 
Traceback of the Psoroptes outbreak in British Columbian bighorn sheep 
(Ovis Canadensis). Int J Parasitol Parasites Wildl. 2021;14:273–9.
Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub‑
lished maps and institutional affiliations.
